. Programming of the gradient in the first and second dimension separations ( Table S3 : List of proteoform identified by Prosight PC 4.0 using a restricted database (excel file List of proteoform identified_TableS3) Table S4 : List of proteoforms identified using Prosight PC 4.0 using the Human Proteome database and filtered by C score (List of proteoform identified_CScore_TableS4)
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Supporting Material S1.
Gradient programming of 2DLC Figure S1 . Illustration of the proteoform identification workflow. a) High resolution MS1
(120 000 at m/z=200) is followed by isolation of the five most abundant precursor ions for 
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Supporting Material S4. Proteins identified using using WCX-
HILIC/a×m/RPLC UVPD-HRMS
Here we collected the list of proteins identified from Prosight PC search against the complete Human proteome using data from 1D (RPLC and WCX) and 2DLC separations (R1) allowing for a limited number of PTMs (5). Product ions were matched within 10 ppm of their theoretical masses and MS/MS fragments. This list was used to perform the Absolute and Biomaker searches reported in Table 1 of the manuscript. 
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Supporting Material S6.
Examples of proteoforms IDs
In this chapter, we collected examples of protein identification obtained using the Informed proteomics workflow and Prosight PC. Figure S7 shows the elution order of the proteoforms of Figures S16-S19 Examples of Histone H4 proteoforms identified Here we report example of the coverage of the identification obtained for different histone proteoforms. The data are analysed using Prosight PC against the complete human database, following the procedure reported in the material and method section of the manuscript.
a) H2A1H S1 [Acetyl] b) H2AB S1 [Acetyl] c) H2A1H R3 [Trimethyl] 
